Figure S1. Domain organization and expression pattern of UHRF1 in C. gigas. (A) Conserved domain organization of the UHRF1 protein sequences among oyster Crassostrea gigas, honeybee Apis mellifera and human Homo sapiens. (B) Expression levels of the oyster UHRF1 gene in different developmental stages and adult organs, denoted by reads per kilobase of transcript per million reads mapped (RPKM). Numbers after sample names indicated the orders in development, with smaller numbers represented earlier stages in development.
. Distribution of the methylation levels of mCs in different sequence contexts (H=A, T or C). Methylation level for each mC is calculated by the number of reads containing a C at the site divided by the total number of reads covering the site. Only the cytosine positions covered by at least 5 unique reads were used for this analysis. 
